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Figure 14 
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Figure 16 



A. Control mouse#53F:Prox. colon 40X 



B. Mouse#111F:Prox. colon 40X 





(M Mouse#111F: Prox. colon 20X 



D. Mouse#1 1 1 F: closeup of mucosa 1 00X 




E. Mouse#112F: Giant cell, submucosa 



F. Mouse#112F:epithelioid macrophages 
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A. Control mouse#53F: Distal colon, 40X 




mouse#55M: Distal colitis, 40X 




E. mouse#112:CD3+ T-cells, 40X 




B. mouse#11 1F:Distal colitis, 40X 




F. mouse#112:closeup, 100X 



Figure 18 



A. Control mouse#53F:duodenum, 40X B. Mouse#51F:duodenum, 40X 




E. Control mouse#53F:ileum, 40X F. Mouse#231 M:lleal atrophy, 40X 
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Effect of B7RP1-Fc on Meth A Tumor Growth in 

Balb-C Mice 
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Figure 21A/B. 





Figure 21 C. 
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